Terminator is a DNA sequence that give the RNA polymerase the transcriptional 24 termination signal. Identifying terminators correctly can optimize the genome 25 annotation, more importantly, it has considerable application value in disease diagnosis 26 and therapies. However, accurate prediction methods are deficient and in urgent need.
Feature Sorting

214
The first step is utilizing feature sorting methods. The main task of feature sort is 215 to analyze the importance of each feature for prediction of terminators. The top features 216 are more helpful in predicting terminators.
217
F-score. F-score[6] is a method for measuring the ability of a feature to distinguish 218 between two classes. Given the training set x, if n + and nstand for the number of 219 positive and negative samples, respectively. The F-score of the i-th feature is inferred 220 to be: 
where n ij represents the times of the j-th feature appears in the i-th samples, and N j is 234 the times of the j-th feature appears in all samples.
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In addition to the above four evaluation parameters, the ROC curve was adopted to 341 evaluate the comprehensive performance of different method. It is a comprehensive 342 indicator of continuous variables of sensitivity and specificity. AUC is the area below 343 the ROC curve. Generally, the higher the value of AUC, the higher the classification 352 Furthermore, F-score is better than binomial distribution. Therefore, "F-score+IFS"
353 was chose to conduct feature selection. 
Comparison of different models
380 To compare different methods, the above experimental process was repeated using 16 381 different models. What can be clearly seen in Table 6 is that the classification 382 performance of some ensemble models is better than that of a single model. 404 Prediction accuracy of two methods on different datasets. 405 406 As shown in Table 7 and Fig 7, the "iterb-PPse" is superior to the "iTerm-PseKNC" 407 across the three datasets in Sn, Sp, MCC, Acc and AUC. Besides, the ROC curves in 408 also show that the overall performance of our method is better. To be more precise, we 409 improved the prediction accuracy (Acc) by 5.08%, 3.4%, 2.92% for the benchmark 410 dataset and two independent datasets respectively. 
